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<400> 1 

ttttttaata gatttttaaa accccattaa agcaaatacg tatataattg cagcacagat 
60 

acagagaggg agagagaaag atagtgtgtt gatgaaggag aagagagata tttcacatgg 
120 

gatgttctat ttgattctgt ggtgaacaag agttttacaa agaacattcc tttttctttt 
180 

tttcttggtt cttgtgtggg tcagcc atg gat gtt cca ttt cca ctg cat aga 
233 
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Met Asp Val Pro Phe Pro Leu His Arg 
1 5 



cca ttg agt tgc aca agt gtc tec aat gca ata acc cac etc aag ate 
281 

Pro Leu Ser Cys Thr Ser Val Ser Asn Ala lie Thr His Leu Lys lie 
10 15 20 25 



aaa cct ttt ctt ggg ttt gtc tct cat gga acc aca agt eta tea gta 

329 

Lys Pro Phe Leu Gly Phe Val Ser His Gly Thr Thr Ser Leu Ser Val 

30 35 40 



caa tct tct tea tgg agg aag gat gga atg gtt act ggg gtt tea ttt 
377 

Gin Ser Ser Ser Trp Arg Lys Asp Gly Met Val Thr Gly Val Ser Phe 
45 50 55 



cca ttt tgt gca aat etc teg gga aga aga egg aga aaa gtt tea act 

425 

Pro Phe Cys Ala Asn Leu Ser Gly Arg Arg Arg Arg Lys Val Ser Thr 

60' 65 70 



act agg agt caa gga tct tea cct aag ggg ttt gtg cca agg aag cee 
473 

Thr Arg Ser Gin Gly Ser Ser Pro Lys Gly Phe Val Pro Arg Lys Pro 
75 80 85 



tea ggg atg age aeg caa aga aag gtt cag aag age aat ggt gat aaa 
521 

Ser Gly Met Ser Thr Gin Arg Lys Val Gin Lys Ser Asn Gly Asp Lys 

90 95 100 105 



gaa agt caa agt act tea aca tct aaa gaa tct gaa att tee aac eag 

569 

Glu Ser Gin Ser Thr Ser Thr Ser Lys Glu Ser Glu lie Ser Asn Gin 

110 115 120 

3 
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aag acg gtt gaa 

617 

Lys Thr Val Glu 
125 

gtg gtg agg gac 
665 

Val Val Arg Asp 
140 

tct act aaa tea 
713 

Ser Thr Lys Ser 
155 

gtt gaa agt gaa 

761 

Val Glu Ser Glu 
170 

aac aaa tea aag 
809 

Asn Lys Ser Lys 



ata aga gaa caa 
857 

lie Arg Glu Gin 
205 

gga age cat get 

905 

Gly Ser His Ala 
220 

gtt gag cca eaa 



gea aga gtt gaa 
Ala Arg Val Glu 

cae aag ttt etg 
His Lys Phe Leu 

145 

ata agt atg tea 
lie Ser Met Ser 
160 

gaa act ggt ggt 
Glu Thr Gly Gly 
175 

aga teg gaa gag 
Arg Ser Glu Glu 
190 

agt gga tct eag 
Ser Gly Ser Gin 

gtg ggt aea aaa 
Val Gly Thr Lys 
225 

eaa ttg aaa gaa 



act agt gac gat 
Thr Ser Asp Asp 
130 

gag gat gag gat 
Glu Asp Glu Asp 

cct gtt cgt gta 
Pro Val Arg Val 
165 

gat gac aag gat 
Asp Asp Lys Asp 
180 

agt gat ttt eta 
Ser Asp Phe Leu 
195 

ggg gaa act aat 
Gly Glu Thr Asn 
210 

ctt tat gag ata 
Leu Tyr Glu lie 

aat aat get ggg 



gac act aaa gta 
Asp Thr Lys Val 
135 

gaa ate aat ggt 
Glu lie Asn Gly 
150 

tea tct eaa ttt 
Ser Ser Gin Phe 

get gta aag tta 
Ala Val Lys Leu 
185 

att gat tct gta 
lie Asp Ser Val 

200 

gee agt age aag 
Ala Ser Ser Lys 
215 

ttg cag gtg gat 

Leu ;Gln Val; Asp- 
230 

aat gtt gaa tac 
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953 

Val Glu Pro Gin Gin Leu Lys Glu Asn Asn Ala Gly Asn Val Glu Tyr 
235 240 245 



aaa gga cct gta gca agt aag eta ttg gaa att act aag get agt gat 
1001 

Lys Gly Pro Val Ala Ser Lys Leu Leu Glu lie Thr Lys Ala Ser Asp 

250 255 260 265 



gtg gaa eac act gaa age aat gag att gat gae tta gac act aat agt 
1049 

Val Glu His Thr Glu Ser Asn Glu lie Asp Asp Leu Asp Thr Asn Ser 

270 275 280 



ttc ttt aaa tea gat tta att gaa gag gat gag cca tta get gca gga 
1097 

Phe Phe Lys Ser Asp Leu lie Glu Glu Asp Glu Pro Leu Ala Ala Gly 
285 290 295 



aca gtg gag act gga gat tet tet eta aac tta aga ttg gag atg gaa 
1145 

Thr Val Glu Thr Gly Asp Ser Ser Leu Asn Leu Arg Leu Glu Met Glu 

300 305 310 



gca aat eta cgt agg cag get ata gaa agg ctt gee gag gaa aat tta 
1193 

Ala Asn Leu Arg Arg Gin Ala lie Glu Arg Leu Ala Glu Glu Asn Leu 
315 320 325 



ttg caa ggg ate aga tta ttt tgt ttt cca gag gtt gta aaa cct gat 

1241 

Leu Gin Gly lie Arg Leu Phe Cys Phe Pro Glu Val Val Lys Pro Asp 
330 335 340 345 



gaa gat gtc gag ata ttt ctt aac aga ggt ctt tee act ttg aag aat 
1289 

Glu Asp Val Glu lie Phe Leu Asn Arg Gly Leu Ser Thr Leu Lys Asn 
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gag tct gat gtc 
1337 

Glu Ser Asp Val 
365 



tct ttt act aca 

1385 
Ser Phe Thr Thr 

380 



tct tgc aag ate 

1433 
Ser Cys Lys lie 

395 



ttt ttt aat gga 

1481 
Phe Phe Asn Gly 

410 



agt ata act gtg 

1529 
Ser He Thr Val 



ttg ctt gag gag 
1577 

Leu Leu Glu Glu 
445 



get gaa aga gaa 

.16:25; 

Aia Giu Arg Glu 
460 



350 

ttg att atg gga 
Leu He Met Gly 

agg eta act gag 
Arg Leu Thr Glu 
385 

cat gtt ccc aag 
His Val Pro Lys 
400 

caa gat gtc tat 
Gin Asp Val Tyr 

415 

aaa ggt ggt atg 
Lys Gly Gly Met 
430 

aaa tgg aga gaa 
Lys Trp Arg Glu 

aga eta gcg gaa 
Arg Leu Ala Glu 
465 



355 

get ttt aat gag 
Ala Phe Asn Glu 

370 

act cat etc aat 
Thr His Leu Asn 

gaa gca tae agg 
Glu Ala Tyr Arg 
405 

gae aac aat gat 
Asp Asn Asn Asp 
420 

caa ate att gae 
Gin He He Asp 
435 

cag gag aaa ctt 
Gin Glu Lys Leu 
450 

gaa caa aga cga 
Glu Gin Arg Arg 



360 

tgg cgc tat agg 
Trp Arg Tyr Arg 
375 

gga gat tgg tgg 
Gly Asp Trp Trp 
390 

get gat ttt gtg 

Ala Asp Phe Val 

gga aat gae tte 
Gly Asn Asp Phe 
425 

ttt gaa aat tte 
Phe Glu Asn Phe 
440 

get aaa gaa caa 
Ala Lys Glu Gin 
455 

ata gaa gea gag 
He Glu Ala Glu 
470 
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aaa get gaa att 
1673 

Lys Ala Glu lie 
475 



aag aaa aag aaa 
1721 

Lys Lys Lys Lys 
490 



cgt gat ate acg 
1769 

Arg Asp lie Thr 



aag gtc agg tta 
1817 

Lys Val Arg Leu 
525 



aag gac ttg tgg 
1865 

Lys Asp Leu Trp 
540 



tct att gtc aaa 

1913 
Ser lie Val Lys 

555 



tgg tat aca gag 
1961 

Trp Tyr Thr Glu 
5-70 



gtt ttt get gat 

2009 
Val Phe Ala Asp 



gaa get gae aga 
Glu Ala Asp Arg 
480 

gta ttg cga gaa 
Val Leu Arg Glu 
495 

tgg tae ata gag 
Trp Tyr lie Glu 
510 

tac tat aac aaa 
Tyr Tyr Asn Lys 

ate cac gga gga 
lie His Gly Gly 
545 

aag ett gtt aaa 
Lys Leu Val Lys 
560 

gtt gtt att eet 
Val Val He Pro 

; -575 

ggt eea ece aag 
Gly Pro Pro Lys 



gea eaa gea aag 
Ala Gin Ala Lys 
485 

ttg atg gta aaa 
Leu Met Val Lys 
500 

eea agt gaa ttt 

Pro Ser Glu Phe 
515 

agt tea ggt eet 
Ser Ser Gly Pro 
530 

tat aat aat tgg 
Tyr Asn Asn Trp 

tet gag aga ata 
Ser Glu Arg He 
565 

gat eag gea ett 
Asp Gin Ala Leu 

580 

cat gee att get 
His Ala He Ala 



gaa gag get gea 
Glu Glu Ala Ala 

gee acg aag act 
Ala Thr Lys Thr 
505 

aaa tgc gag gac 

Lys Cys Glu Asp 
520 

etc tee cat get 
Leu Ser His Ala 

535 

aag gat ggt ttg 
Lys Asp Gly Leu 
550 

gat ggt gat tgg 
Asp Gly Asp Trp 

tte ttg gat tgg 
Phe Leu Asp Trp 

- -585 

tat gat aac aat 
Tyr Asp Asn Asn 
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cac cgc caa gac 

2057 
His Arg Gin Asp 

605 



tta tat tgg gtt 

2105 
Leu Tyr Trp Val 

620 



gag aga agg ctt 

2153 
Glu Arg Arg Leu 

635 



gca ctt ctg aaa 

2201 
Ala Leu Leu Lys 

650 



ctg tct cag aag 

2249 
Leu Ser Gin Lys 



gga age age gtc 

2297 
Gly Ser Ser Val 

685 



ggt . Qt.aa cct gaa 

2345 
Gly Lys Pro Glu 

700 



590 

ttc cat gcc att 
Phe His Ala lie 

gag gaa gaa cat 
Glu Glu Glu His 
625 

aga gaa gcg get 
Arg Glu Ala Ala 
640 

act gaa aca aag 
Thr Glu Thr Lys 
655 

cat gta gta tat 
His Val Val Tyr 
670 

aca gtt tac tat 
Thr Val Tyr Tyr 

att tgg ttc aga 
lie Trp Phe Arg 
705 



595 

gtc ccc aac cac 
Val Pro Asn His 
610 

cag ate ttt aag 
Gin lie Phe Lys 

atg cgt get aag 
Met Arg Ala Lys 
645 

gaa aga act atg 
Glu Arg Thr Met 
660 

act gag cct ctt 
Thr Glu Pro Leu 
675 

aat ccc gee aat 
Asn Pro Ala Asn 
690 

tgt tea ttt aat 
Cys Ser Phe Asn 



600 

att ccg gag gaa 
lie Pro Glu Glu 
615 

aca ctt cag gag 
Thr Leu Gin Glu 
630 

gtt gaa aaa aca 
Val Glu Lys Thr 

aaa tea ttt tta 
Lys Ser Phe Leu 
665 

gat ate caa get 
Asp lie Gin Ala 
680 

aca gta ctt aat 
Thr Val Leu Asn 
695 

cgc tgg act cac 
Arg Trp Thr His 
710 
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cgc ctg ggt cca 

2393 
Arg Leu Gly Pro 

715 



acc cat gtc aga 

2441 
Thr His Val Arg 

730 



gat ttt gta ttt 

2489 
Asp Phe Val Phe 



age gga atg gac 

2537 
Ser Gly Met Asp 

765 



cct cca atg cat 

2585 
Pro Pro Met His 

780 



aag gtg gga ggc 

2633 
Lys Val Gly Gly 

795 



caa gat tta aac 

2681 
Gin Asp Leu Asn 



ttg aag atg aat 
2729 



ttg cca cct cag 
Leu Pro Pro Gin 
720 

gca act gtg aag 
Ala Thr Val Lys 
735 

tec gag aga gaa 
Ser Glu Arg Glu 

750 

tat cac ata cct 
Tyr His lie Pro 

att gtc cat att 
lie Val His lie 
785 

ctt ggt gat gtt 
Leu Gly Asp Val 
800 

cat aat gtg gat 
His Asn Val Asp 
815 

aat gtg aag gac 



aaa atg teg cct 
Lys Met Ser Pro 
725 

gtt cca ttg gat 
Val Pro Leu Asp 
740 

gat ggt ggg att 
Asp Gly Gly lie 

755 

gtg ttt gga gga 
Val Phe Gly Gly 
770 

get gtc gaa atg 
Ala Val Glu Met 

gtt act agt ctt 
Val Thr Ser Leu 

805 

att ate tta cct 
lie lie Leu Pro 
820 

ttt egg ttt cac 



get gaa aat ggc 
Ala Glu Asn Gly 

gca tat atg atg 
Ala Tyr Met Met 
745 

ttt gac aat aag 
Phe Asp Asn Lys 
760 

gtc get aaa gaa 
Val Ala Lys Glu 
775 

gca cca att gca 

Ala Pro lie Ala 
790 

tec egt get gtt 
Ser Arg Ala Val 

aag tat gac tgt 
Lys Tyr Asp Cys 
825 

aaa aac tac ttt 
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Leu Lys Met Asn 



tgg ggt ggg act 

2777 

Trp Gly Gly Thr 
845 



teg gtc tat ttt 

2825 
Ser Val Tyr Phe 

860 



gtc tat ggt tgt 

2873 
Val Tyr Gly Cys 

875 



gcg get ttg gag 

2921 
Ala Ala Leu Glu 

890 



cat tgc cat gat 

2969 
His Cys His Asp 



caa tat aca cac 

3017 
Gin Tyr Thr His 

925 



cat aat ctt gaa 
3065 

His Asn Leu Glu 
940 



Asn Val Lys Asp 
830 

gaa ata aaa gta 
Glu lie Lys Val 

ttg gag cct caa 
Leu Glu Pro Gin 
865 

age aat gat ggt 
Ser Asn Asp Gly 
880 

ttt ctt ctg caa 
Phe Leu Leu Gin 
895 

tgg tct agt get 
Trp Ser Ser Ala 

910 

tat ggt eta age 
Tyr Gly Leu Ser 

ttt ggg gca gat 
Phe Gly Ala Asp 
945 



Phe Arg Phe His 
835 

tgg ttt gga aag 
Trp Phe Gly Lys 
850 

aac ggg tta ttt 
Asn Gly Leu Phe 

gaa ega ttt ggt 
Glu Arg Phe Gly 
885 

ggt gga ttt agt 
Gly Gly Phe Ser 
900 

cct gtt get tgg 
Pro Val Ala Trp 

915 

aaa tct egt ata 
Lys Ser Arg lie 
930 

etc att ggg aga 
Leu lie Gly Arg 

10 



Lys Asn Tyr Phe 
840 

gtg gaa ggt etc 
Val Glu Gly Leu 
855 

teg aaa ggg tgc 
Ser Lys Gly Cys 
870 

ttc ttc tgt cac 
Phe Phe Cys His 

ccg gat ate att 
Pro Asp lie lie 
905 

etc ttt aag gaa 
Leu Phe Lys Glu 
920 

gtc ttc aeg ata 
Val Phe Thr lie 
935 

gca atg act aac 
Ala Met Thr Asn 
950 
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gca gac aaa get aca aca gtt tea eca aet tac tea cag gag gtg tct 

3113 

Ala Asp Lys Ala Thr Thr Val Ser Pro Thr Tyr Ser Gin Glu Val Ser 
955 960 965 

gga aac cct gta att gcg cct cae ctt cac aag tte eat ggt ata gtg 
3161 

Gly Asn Pro Val lie Ala Pro His Leu His Lys Phe His Gly lie Val 
970 975 980 985 

aat ggg att gac cca gat att tgg gat cct tta aac gat aag tte att 
3209 

Asn Gly lie Asp Pro Asp lie Trp Asp Pro Leu Asn Asp Lys Phe lie 

990 995 1000 



eeg att ceg tac ace tea gaa aae gtt gtt gaa ggc aaia aea gca 
3254 

Pro lie Pro Tyr Thr Ser Glu Asn Val Val Glu Gly Lys Thr Ala 
1005 1010 1015 



gee aag gaa get ttg eag ega aaa ctt gga ctg aaa cag get gac 
3299 

Ala Lys Glu Ala Leu Gin Arg Lys Leu Gly Leu Lys Gin Ala Asp 
1020 1025 1030 



ctt cct ttg gta gga att ate ace cgc tta act cac cag aaa gga 
3344 

Leu Pro Leu Val Gly lie lie Thr Arg Leu Thr His Gin Lys Gly 
1035 1040 1045 

ate cac etc att aaa cat get att tgg cgc ace ttg gaa egg aae 

3389 

-lie. His -Leu lie. Lys His Ala. lie Trp Arg Thr Leu Glu Arg Asn 
1050 1055 1060 



gga eag gta gtc ttg ctt ggt tct get cct gat cct agg gta caa 

11 
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3434 
Gly Gin Val 



aac gat ttt 

3479 
Asn Asp Phe 



gac cgc gca 

3524 
Asp Arg Ala 



ctg ata tat 

3569 
Leu lie Tyr 



gag cca tgt 

3614 
Glu Pro Cys 



att cca gtc 

3659 
lie Pro Val 



gat gtt gac 

3704 
Asp Val Asp 



Val Leu Leu 
1065 

gtt aat ttg 
Val Asn Leu 
1080 

cga etc tgt 
Arg Leu Cys 
1095 

get ggt get 
Ala Gly Ala 
1110 

gga eta aca 
Gly Leu Thr 
1125 

gtg cgt aaa 
Val Arg Lys 
1140 

cat gac aaa 
His Asp Lys 
1155 



Gly Ser Ala 
1070 

gca aat caa 
Ala Asn Gin 
1085 

ctA aca tat 
Leu Thr Tyr 
1100 

gat ttt att 
Asp Phe lie 
1115 

caa ett ace 
Gin Leu Thr 
1130 

act gga gga 
Thr Gly Gly 
1145 

gag aga gca 
Glu Arg Ala 
1160 



Pro Asp Pro 

ttg cac tec 
Leu His Ser 

gac gag cca 
Asp Glu Pro 

eta gtt ect 
Leu Val Pro 

get atg aga 
Ala Met Arg 

ctt tat gat 
Leu Tyr Asp 

caa cag tgt 
Gin Gin Cys 



Arg Val Gin 
1075 

aaa tat aat 
Lys Tyr Asn 
1090 

ctt tet cac 
Leu Ser His 
1105 

tea ata ttt 
Ser lie Phe 
1120 

tat ggt tea 
Tyr Gly Ser 
1135 

act gta ttt 
Thr Val Phe 
1150 

ggt ctt gaa 
Gly Leu Glu 
1165 



cca aat gga ttc 

3749 
Pro Asn Gly Phe 



age ttt gat gga gca gat get ggc gga gtt gat 
Ser Phe Asp Gly Ala Asp Ala Gly Gly Val Asp 

12 
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1170 1175 1180 



tat get ctg aat aga get etc tct get tgg tac gat ggt egg gat 
3794 

Tyr Ala Leu Asn Arg Ala Leu Ser Ala Trp Tyr Asp Gly Arg Asp 
1185 1190 1195 

tgg tte aae tct tta tgc aag cag gtc atg gaa caa gat tgg tct 
3839 

Trp Phe Asn Ser Leu Cys Lys Gin Val Met Glu Gin Asp Trp Ser 
1200 1205 1210 



tgg aae cga cct get ett gat tat ttg gag ett tac cat get get 

3884 

Trp Asn Arg Pro Ala Leu Asp Tyr Leu Glu Leu Tyr His Ala Ala 
1215 1220 1225 

aga aag tta gaa tag ttagtttgtg agatgctagc agaaaaatte acgagatctg 

3939 
Arg Lys Leu Glu 

1230 



caatetgtac aggtteagtg tttgegtctg gacagctttt ttatttecta tatcaaagta 
3999 

taaatcaagt ctaeaetgag atcaatagca gacagtccte agttcattte attttttgtg 
4059 

caacatatga aagagcttag cetetaataa tgtagtcatt gatgattatt tgttttggga 
4119 

agaaatgaga aateaaagga tgeaaaatae tetgaaaaaa aaaaaaaa 
4167 



<210> 2 

<211> 1230 - 

<212> PRT 

<213> Solanum tuberosum 
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<400> 2 

Met Asp Val Pro Phe Pro Leu His Arg Pro Leu Ser Cys Thr Ser Val 
1 5 10 15 

Ser Asn Ala He Thr His Leu Lys He Lys Pro Phe Leu Gly Phe Val 
20 25 30 

Ser His Gly Thr Thr Ser Leu Ser Val Gin Ser Ser Ser Trp Arg Lys 
■ 35 40 45 

Asp Glv Met Val Thr Gly Val Ser Phe Pro Phe Cys Ala Asn Leu Ser 
50 55 60 

Gly Arg Arg Arg Arg Lys Val Ser Thr Thr Arg Ser Gin Gly Ser Ser 
65 70 75 80 

Pro Lys Gly Phe Val Pro Arg Lys Pro Ser Gly Met Ser Thr Gin Arg 

85 90 95 

Lvs Val Gin Lys Ser Asn Gly Asp Lys Glu Ser Gin Ser Thr Ser Thr 
^ 100 105 110 

Ser Lys Glu Ser Glu He Ser Asn Gin Lys Thr Val Glu Ala Arg Val 
115 120 125 

Glu Thr Ser Asp Asp Asp Thr Lys Val Val Val Arg Asp His Lys Phe 
130 135 140 

Leu Glu Asp Glu Asp Glu He Asn Gly Ser Thr Lys Ser He Ser Met 
145 150 155 160 

Ser Pro Val Arg Val Ser Ser Gin Phe Val Glu Ser Glu Glu Thr Gly 

165 170 175 

Glv Asp Asp Lys Asp Ala Val Lys Leu Asn Lys Ser Lys Arg Ser Glu 
180 185 190 
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Glu Ser Asp Phe Leu lie Asp Ser Val lie Arg Glu Gin Ser Gly Ser 
195 200 205 



Gin Gly Glu Thr Asn Ala Ser Ser Lys Gly Ser His Ala Val Gly Thr 
210 215 220 



Lys Leu Tyr Glu lie Leu Gin Val Asp Val Glu Pro Gin Gin Leu Lys 
225 230 235 240 



Glu Asn Asn Ala Gly Asn Val Glu Tyr Lys Gly Pro Val Ala Ser Lys 

245 250 255 



Leu Leu Glu lie Thr Lys Ala Ser Asp Val Glu His Thr Glu Ser Asn 
260 265 270 



Glu lie Asp Asp Leu Asp Thr Asn Ser Phe Phe Lys Ser Asp Leu lie 
275 280 285 



Glu Glu Asp Glu Pro Leu Ala Ala Gly Thr Val Glu Thr Gly Asp Ser 
290 295 300 

Ser Leu Asn Leu Arg Leu Glu Met Glu Ala Asn Leu Arg Arg Gin Ala 
305 310 315 320 

lie Glu Arg Leu Ala Glu Glu Asn Leu Leu Gin Gly lie Arg Leu Phe 

325 330 335 



Cys Phe Pro Glu Val Val Lys Pro Asp Glu Asp Val Glu lie Phe Leu 
340 345 350 



Asn Arg Gly Leu Ser Thr Leu Lys Asn Glu Ser Asp Val Leu lie Met 
355 360 365 



Gly Ala Phe Asn Glu Trp Arg Tyr Arg Ser Phe Thr Thr Arg Leu Thr 
370 375 . 380 



Glu Thr His Leu Asn Gly Asp Trp Trp Ser Cys Lys lie His Val Pro 
385 390 395 400 
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Lys Glu Ala Tyr Arg Ala Asp Phe Val Phe Phe Asn Gly Gin Asp Val 

405 410 415 

Tyr Asp Asn Asn Asp Gly Asn Asp Phe Ser lie Thr Val Lys Gly Gly 
420 425 430 



Met Gin lie lie Asp Phe Glu Asn Phe Leu Leu Glu Glu Lys Trp Arg 
435 440 445 

Glu Gin Glu Lys Leu Ala Lys Glu Gin Ala Glu Arg Glu Arg Leu Ala 
450 455 460 

Glu Glu Gin Arg Arg lie Glu Ala Glu Lys Ala Glu lie Glu Ala Asp 
465 470 475 480 

Arg Ala Gin Ala Lys Glu Glu Ala Ala Lys Lys Lys Lys Val Leu Arg 

485 490 495 

Glu Leu Met Val Lys Ala Thr Lys Thr Arg Asp lie Thr Trp Tyr lie 
500 505 510 

Glu Pro Ser Glu Phe Lys Cys Glu Asp Lys Val Arg Leu Tyr Tyr Asn 
515 520 525 

Lys Ser Ser Gly Pro Leu Ser His Ala Lys Asp Leu Trp lie His Gly 
530 535 540 

Gly Tyr Asn Asn Trp Lys Asp Gly Leu Ser lie Val Lys Lys Leu Val 
545 550 555 560 

Lys Ser Glu Arg lie Asp Gly Asp Trp Trp Tyr Thr Glu Val Val lie 

565 570 575 



Pro Asp Gin Ala Leu Phe Leu Asp Trp Val Phe Ala Asp Gly Pro Pro 
580 585 590 

Lys His Ala lie Ala Tyr Asp Asn Asn His Arg Gin Asp Phe His Ala 
595 600 605 



16 
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lie Val Pro Asn His lie Pro Glu Glu Leu Tyr Trp Val Glu Glu Glu 
610 615 620 

His Gin lie Phe Lys Thr Leu Gin Glu Glu Arg Arg Leu Arg Glu Ala 
625 630 635 640 

Ala Met Arg Ala Lys Val Glu Lys Thr Ala Leu Leu Lys Thr Glu Thr 

645 650 655 



Lys Glu Arg Thr Met Lys Ser Phe Leu Leu Ser Gin Lys His Val Val 
660 665 670 



Tyr Thr Glu Pro Leu Asp lie Gin Ala Gly Ser Ser Val Thr Val Tyr 
675 680 685 

Tyr Asn Pro Ala Asn Thr Val Leu Asn Gly Lys Pro Glu lie Trp Phe 
690 695 700 



Arg Cys Ser Phe Asn Arg Trp Thr His Arg Leu Gly Pro Leu Pro Pro 

705 710 715 720 

Gin Lys Met Ser Pro Ala Glu Asn Gly Thr His Val Arg Ala Thr Val 

725 730 735 



Lys Val Pro Leu Asp Ala Tyr Met Met Asp Phe Val Phe Ser Glu Arg 
740 745 750 

Glu Asp Gly Gly lie Phe Asp Asn Lys Ser Gly Met Asp Tyr His lie 
755 760 765 

Pro Val Phe Gly Gly Val Ala Lys Glu Pro Pro Met His lie Val His 
770 775 780 

lie Ala Val Glu Met Ala Pro lie Ala Lys Val Gly Gly Leu Gly Asp 
785 790 795 800 

Val Val Thr Ser Leu Ser Arg Ala Val Gin Asp Leu Asn His Asn Val 

805 810 815 
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Asp lie lie Leu Pro Lys Tyr Asp Cys Leu Lys Met Asn Asn Val Lys 
820 825 830 

Asp Phe Arg Phe His Lys Asn Tyr Phe Trp Gly Gly Thr Glu lie Lys 
835 840 845 

Val Trp Phe Gly Lys Val Glu Gly Leu Ser Val Tyr Phe Leu Glu Pro 
850 855 860 

Gin Asn Gly Leu Phe Ser Lys Gly Cys Val Tyr Gly Cys Ser Asn Asp 
865 870 875 880 

Gly Glu Arg Phe Gly Phe Phe Cys His Ala Ala Leu Glu Phe Leu Leu 

885 890 895 

Gin Gly Gly Phe Ser Pro Asp lie lie His Cys His Asp Trp Ser Ser 
900 905 910 

Ala Pro Val Ala Trp Leu Phe Lys Glu Gin Tyr Thr His Tyr Gly Leu 
915 920 925 

Ser Lys Ser Arg lie Val Phe Thr lie His Asn Leu Glu Phe Gly Ala 
930 935 940 

Asp Leu lie Gly Arg Ala Met Thr Asn Ala Asp Lys Ala Thr Thr Val 
945 950 955 960 

Ser Pro Thr Tyr Ser Gin Glu Val Ser Gly Asn Pro Val He Ala Pro 

965 970 975 

His Leu His Lys Phe His Gly He Val Asn Gly He Asp Pro Asp He 
980 985 990 

Trp Asp Pro Leu Asn Asp Lys Phe He Pro He Pro Tyr Thr Ser Glu 
995 1000 1005 

Asn Val Val Glu Gly Lys Thr Ala Ala Lys Glu Ala Leu Gin Arg 
1010 1015 1020 
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Lys Leu Gly Leu Lys Gin Ala Asp Leu Pro Leu Val Gly lie lie 
1025 1030 1035 



Thr Arg Leu Thr His Gin Lys Gly lie His Leu lie Lys His Ala 
1040 1045 1050 



lie Trp Arg Thr Leu Glu Arg Asn Gly Gin Val Val Leu Leu Gly 
1055 1060 1065 



Ser Ala Pro Asp Pro Arg Val Gin Asn Asp Phe Val Asn Leu Ala 
1070 1075 1080 



Asn Gin Leu His Ser Lys Tyr Asn Asp Arg Ala Arg Leu Cys Leu 
1085 1090 1095 



Thr Tyr Asp Glu Pro Leu Ser His Leu lie Tyr Ala Gly Ala Asp 
1100 1105 1110 



Phe lie Leu Val Pro Ser lie Phe Glu Pro Cys Gly Leu Thr Gin 
1115 1120 1125 



Leu Thr Ala Met Arg Tyr Gly Ser lie Pro Val Val Arg Lys Thr 
1130 1135 1140 



Gly Gly Leu Tyr Asp Thr Val Phe Asp Val Asp His Asp Lys Glu 
1145 1150 1155 



Arg Ala Gin Gin Cys Gly Leu Glu Pro Asn Gly Phe Ser Phe Asp 
1160 1165 1170 



Gly Ala Asp Ala Gly Gly Val Asp Tyr Ala Leu Asn Arg Ala Leu 
1175 1180 1185 



Ser Ala Trp Tyr Asp Gly Arg Asp Trp Phe Asn Ser Leu Cys Lys 
1190 1195 1200 



Gin Val Met Glu Gin Asp Trp Ser Trp Asn Arg Pro Ala Leu Asp 
1205 1210 1215 
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Tyr Leu Glu Leu Tyr His Ala Ala Arg Lys Leu Glu 
1220 1225 1230 



<210> 


3 


<211> 


61 


<212> 


PRT 


<213> 


Solanum tuberosum 


<400> 


3 


Arg Ser Phe Thr Thr Arg ; 
1 5 



10 15 



Trp Ser Cys Lys lie His Val Pro Lys Glu Ala Tyr Arg Ala Asp Phe 
20 25 30 

Val Phe Phe Asn Gly Gin Asp Val Tyr Asp Asn Asn Asp Gly Asn Asp 
35 40 45 

Phe Ser lie Thr Val Lys Gly Gly Met Gin lie lie Asp 
50 55 60 



<210> 4 

<211> 1641 

<212> DNA 

<213> SolaniHii tuberosum 



<400> 4 

atgaagcaca gttcagctat ttccgctgtt ttgaccgatg acaattcgac aatggcaccc 
60 

ctagaggaag atgteaacac tgaaaatatt ggcctcctaa atttggatcc aactt-tggaa 
120 

ccttatctag atcacttcag acacagaatg aagagatatg tggatcagaa aatgctcatt 
180 
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gaaaaatatg agggacccct tgaggaattt gctcaaggtt atttaaaatt tggattcaac 
240 

agggaagatg gttgcatagt ctatcgtgaa tgggctcctg ctgctcagga agcagaagtt 
300 

attggcgatt tcaatggtag gaacggttct aaccacatga tggagaagga ccagtttggt 
360 

gtttggagta ttagaattcc tgatgttgac agtaagccag tcattccaca caactccaga 
420 

gttaagtttc gtttcaaaca tggtaatgga gtgtgggtag atcgtatccc tgcttggata 
480 

aagtatgcca ctgcagacgc cacaaagttt gcagcaccat atgatggtgt ctactgggac 
540 

ccaccacctt cagaaaggta ccacttcaaa taccctcgcc ctcccaaacc ccgagcccca 
600 

cgaatctacg aagcacatgt cggcatgagc agctctgagc cacgtgtaaa ttcgtatcgt 
660 

gagtttgcag atgatgtttt acctcggatt aaggcaaata actataatac tgtccagttg 
720 

atggccataa tggaacattc ttactatgga tcatttggat atcatgttac aaactttttt 
780 

gctgtgagca atagatatgg aaacccggag gacctaaagt atctgataga taaagcacat 
840 

agcttgggtt tacaggttct ggtggatgta gttcacagtc atgcaagcaa taatgtcact 
900 

gatggcctca atggctttga tattggccaa ggttctcaag aatcctactt tcatgctgga 
960 

gagcgagggt accataagtt gtgggatagc aggctgttca actatgccaa ttgggaggtt 
1020 

cttcgtttcc ttctttccaa cttgaggtgg tggctagaag agtataactt tgacggattt 
1080 

cgatttgatg gaataacttc tatgctgtat gttcatcatg gaatcaatat gggatttaca 
1140-.. 

ggaaactata atgagtattt cagcgaggct acagatgttg atgctgtggt ctatttaatg 
1200 

ttggccaata atctgattca caagattttc ccagacgcaa ctgttattgc cgaagatgtt 
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1260 

tctggtatgc cgggccttag ccggcctgtt tctgagggag gaattggttt tgattaccgc 
1320 

ctggcaatgg caatcccaga taagtggata gattatttaa agaataagaa tgatgaagat 
1380 

tggtccatga aggaagtaac atcgagtttg acaaatagga gatatacaga gaagtgtata 
1440 

gcatatgcgg agagccatga tcagtctatt gtcggtgaca agaccattgc atttctccta 
1500 

atgaacaaag agatgtattc tggcatgtct tgcttgacag atgcttctcc tgttgttgat 
1560 

gcaggaattg cgcttgacaa gatgatccat ttttttcaca atggccttgg gaggagaggg 
1620 

gtacctcaat ttcatgggta a 
1641 



<210> 5 

<211> 546 

<212> PRT 

<213> Solanum tuberosum 
<300> 

<308> Swiss Prot / P30924 

<309> 1993-07-26 

<400> 5 

Met Lys His Ser Ser Ala lie Ser Ala Val Leu Thr Asp Asp Asn Ser 
15 10 15 

Thr Met Ala Pro Leu Glu Glu Asp Val Asn Thr Glu Asn lie Gly Leu 
20 25 30 



22 



wo 2004/056999 



PCT/EP2003/014840 



Leu Asn Leu Asp Pro Thr Leu Glu Pro Tyr Leu Asp His Phe Arg His 
35 40 45 



Arg Met Lys Arg Tyr Val Asp Gin Lys Met Leu lie Glu Lys Tyr Glu 
50 55 60 



Gly Pro Leu Glu Glu Phe Ala Gin Gly Tyr Leu Lys Phe Gly Phe Asn 
65 70 75 80 



Arg Glu Asp Gly Cys lie Val Tyr Arg Glu Trp Ala Pro Ala Ala Gin 

85 90 95 



Glu Ala Glu Val lie Gly Asp Phe Asn Gly Arg Asn Gly Ser Asn His 
100 105 110 



Met Met Glu Lys Asp Gin Phe Gly Val Trp Ser lie Arg lie Pro Asp 
115 120 125 



Val Asp Ser Lys Pro Val lie Pro His Asn Ser Arg Val Lys Phe Arg 
130 135 140 

Phe Lys His Gly Asn Gly Val Trp Val Asp Arg lie Pro Ala Trp lie 
145 150 155 160 

Lys Tyr Ala Thr Ala Asp Ala Thr Lys Phe Ala Ala Pro Tyr Asp Gly 

165 170 175 



Val Tyr Trp Asp Pro Pro Pro Ser Glu Arg Tyr His Phe Lys Tyr Pro 
180 185 190 



Arg Pro Pro Lys Pro Arg Ala Pro Arg lie Tyr Glu Ala His Val Gly 
195 200 205 

Met Ser Ser Ser Glu Pro Arg Val Asn Ser Tyr Arg Glu Phe Ala Asp 
210 215 220 

Asp Val Leu Pro Arg lie Lys Ala Asn Asn Tyr Asn Thr Val Gin Leu 
225 230 235 240 
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Met Ala lie Met Glu His Ser Tyr Tyr Gly Ser Phe Gly Tyr His Val 

245 250 255 



Thr Asn Phe Phe Ala Val Ser Asn Arg Tyr Gly Asn Pro Glu Asp Leu 
260 265 270 



Lys Tyr Leu lie Asp Lys Ala His Ser Leu Gly Leu Gin Val Leu Val 
275 280 285 



Asp Val Val His Ser His Ala Ser Asn Asn Val Thr Asp Gly Leu Asn 
290 295 300 



Gly Phe Asp lie Gly Gin Gly Ser Gin Glu Ser Tyr Phe His Ala Gly 
305 310 315 320 



Glu Arg Gly Tyr His Lys Leu Trp Asp Ser Arg Leu Phe Asn Tyr Ala 

325 330 335 



Asn Trp Glu Val Leu Arg Phe Leu Leu Ser Asn Leu Arg Trp Trp Leu 
340 345 350 



Glu Glu Tyr Asn Phe Asp Gly Phe Arg Phe Asp Gly lie Thr Ser Met 
355 360 365 



Leu Tyr Val His His Gly lie Asn Met Gly Phe Thr Gly Asn Tyr Asn 
370 375 380 



Glu Tyr Phe Ser Glu Ala Thr Asp Val Asp Ala Val Val Tyr Leu Met 

385 . 390 395 400 

Leu Ala Asn Asn Leu lie His Lys lie Phe Pro Asp Ala Thr Val lie 

405 410 415 



Ala Glu Asp Val Ser Gly Met Pro Gly Leu Ser Arg Pro Val Ser Glu 
420 425 430 



Gly Gly lie Gly Phe Asp Tyr Arg Leu Ala Met Ala lie Pro Asp Lys 
435 440 445 
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Trp lie Asp Tyr Leu Lys Asn Lys Asn Asp Glu Asp Trp Ser Met Lys 
450 455 460 



Glu Val Thr Ser Ser Leu Thr Asn Arg Arg Tyr Thr Glu Lys Cys lie 
465 470 475 480 



Ala Tyr Ala Glu Ser His Asp Gin Ser lie Val Gly Asp Lys Thr lie 

485 490 495 



Ala Phe Leu Leu Met Asn Lys Glu Met Tyr Ser Gly Met Ser Cys Leu 
500 505 510 



Thr Asp Ala Ser Pro Val Val Asp Ala Gly lie Ala Leu Asp Lys Met 
515 520 525 



lie His Phe Phe His Asn Gly Leu Gly Arg Arg Gly Val Pro Gin Phe 
530 535 540 



His Gly 
545 



<210> 6 

<211> 2649 

<212> DNA 

<213> Solanum tuberosiim 
<300> 

<308> EMBL / AJ011890 

<309> 1999-04-07 

<300> 

<302> Improvments in or relating to plant starch composition 

<308> EMBL / A58164 
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<309> 1998-03-05 

<310> WO 96 34968 

<311> 1996-05-03 

<312> 1996-11-07 



<400> 6 

atggtgtata cactctctgg agttcgtttt cctactgttc catcagtgta caaatctaat 
60 

ggattcagca gtaatggtga tcggaggaat gctaatgttt ctgtattctt gaaaaagcac 
120 

tctctttcac ggaagatctt ggctgaaaag tcttcttaca attccgaatt ccgaccttct 
180 

acagttgcag catcggggaa agtccttgtg cctggaaccc agagtgatag ctcctcatcc 
240 

tcaacagacc aatttgagtt cactgagaca tctccagaaa attccccagc atcaactgat 
300 

gtagatagtt caacaatgga acacgctagc cagattaaaa ctgagaacga tgacgttgag 
360 

ccgtcaagtg atcttacagg aagtgttgaa gagctggatt ttgcttcatc actacaacta 
420 

caagaaggtg gtaaactgga ggagtctaaa acattaaata cttctgaaga gacaattatt 
480 

gatgaatctg ataggatcag agagaggggc atccctccac ctergacttgg tcagaagatt 
540 

tatgaaatag accccctttt gacaaactat cgtcaacacc ttgattacag gtattcacag 
600 

tacaagaaac tgagggaggc aattgacaag tatgagggtg gtttggaagc cttttctcgt 
660 

ggttatgaaa aaatgggttt cactcgtagt gctacaggta tcacttaccg tgagtgggct 
720 

cttggtgccc agtcagctgc cctcattgga gatttcaaca attgggacgc aaatgctgac 
780 

attatgactc ggaatgaatt tggtgtctgg gagatttttc tgccaaataa tgtggatggt 
840 
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tctcctgcaa ttcctcatgg gtccagagtg aagatacgta tggacactcc atcaggtgtt 
900 

aaggattcca ttcctgcttg gatcaactac tctttacagc ttcctgatga aattccatat 
960 

aatggaatac attatgatcc acccgaagag gagaggtata tcttccaaca cccacggcca 
1020 

aagaaaccaa agtcgctgag aatatatgaa tctcatattg gaatgagtag tccggagcct 
1080 

aaaattaact catacgtgaa ttttagagat gaagttcttc ctcgcataaa aaagcttggg 
1140 

tacaatgcgc tgcaaattat ggctattcaa gagcattctt attacgctag ttttggttat 
1200 

catgtcacaa atttttttgc accaagcagc cgttttggaa cgcccgacga ccttaagtct 
1260 

ttgattgata aagctcatga gctaggaatt gttgttctca tggacattgt tcacagccat 
1320 

gcatcaaata atactttaga tggactgaac atgtttgact gcaccgatag ttgttacttt 
1380 

cactctggag ctcgtggtta .tcattggatg tgggattccc gcctctttaa ctatggaaac 
1440 

tgggaggtac ttaggtatct tctctcaaat gcgagatggt ggttggatgc gttcaaattt 
1500 

gatggattta gatttgatgg tgtgacatca atgatgtata ttcaccacgg attatcggtg 
1560 

ggattcactg ggaactacga ggaatacttt ggactcgcaa ctgatgtgga tgctgttgtg 
1620 

tatctgatgc tggtcaacga tcttattcat gggcttttcc cagatgcaat taccattggt 
1680 

gaagatgtta gcggaatgcc gacattttgt attcccgtcc aagagggggg tgttggcttt 
1740 

gactatcggc tgcatatggc aattgctgat aaacggattg agttgctcaa gaaacgggat 
i'80d 

gaggattgga gagtgggtga tattgttcat acactgacaa atagaagatg gtcggaaaag 
1860 
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tgtgtttcat acgctgaaag tcatgatcaa gctctagtcg gtgataaaac tatagcattc 
1920 

tggctgatgg acaaggatat gtatgatttt atggctctgg atagaccgtc aacatcatta 
1980 

atagatcgtg ggatagcatt gcacaagatg attaggcttg taactatggg attaggagga 
2040 

gaagggtacc taaatttcat gggaaatgaa ttcggccacc ctgagtggat tgatttccct 
2100 

agggctgaac aacacctctc tgatggctca gtaatccccg gaaaccaatt ccgttatgat 
2160 

aaatgcagac ggagatttga cctgggagat gcagaatatt taagataccg tgggttgcaa 
2220 

gaatttgacc ggcctatgca gtatcttgaa gataaatatg agtttatgac ttcagaacac 
2280 

cagttcatat cacgaaagga tgaaggagat aggatgattg tatttgaaaa aggaaaccta 
2340 

gtttttgtct ttaattttca ctggacaaaa agctattcag actatcgcat agcctgcctg 
2400 

aagcctggaa aatacccggt tgccttggac tcagatgatc cactttttgg tggcttcggg 
2460 

agaattgatc ataatgccga atatttcacc tttgaaggat ggtatgatga tcgtcctcgt 
2520 

tcaattatgg tgtatgcacc ttgtaaaaca gcagtggtct atgcactagt agacaaagaa 
2580 

gaagaagaag aagaagaaga agaagaagaa gtagcagcag tagaagaagt agtagtagaa 
2640 

gaagaatga 
2649 



<210> 7 

<211> 882 

■ <212> PRT 

<213> Solanum tuberosim 
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<400> 7 

Met Val Tyr Thr Leu Ser Gly Val Arg Phe Pro Thr Val Pro Ser Val 
15 10 15 

Tyr Lys Ser Asn Gly Phe Ser Ser Asn Gly Asp Arg Arg Asn Ala Asn 
20 25 30 



Val Ser Val Phe Leu Lys Lys His Ser Leu Ser Arg Lys lie Leu Ala 

35 40 45 

Glu Lys Ser Ser Tyr Asn Ser Glu Phe Arg Pro Ser Thr Val Ala Ala 
50 55 60 



Ser Gly Lys Val Leu Val Pro Gly Thr Gin Ser Asp Ser Ser Ser Ser 
65 70 75 80 



Ser Thr Asp Gin Phe Glu Phe Thr Glu Thr Ser Pro Glu Asn Ser Pro 

85 90 95 



Ala Ser Thr Asp Val Asp Ser Ser Thr Met Glu His Ala Ser Gin lie 

100 105 110 



Lys Thr Glu Asn Asp Asp Val Glu Pro Ser Ser Asp Leu Thr Gly Ser 
115 120 125 



Val Glu Glu Leu Asp Phe Ala Ser Ser Leu Gin Leu Gin Glu Gly Gly 
130 135 140 

Lys Leu Glu Glu Ser Lys Thr Leu Asn Thr Ser Glu Glu Thr lie lie 
145 150 155 160 

Asp Glu Ser Asp Arg lie Arg Glu Arg Gly lie Pro Pro Pro Gly Leu 

165 170 175 



Gly Gin Lys lie Tyr Glu lie Asp Pro Leu Leu Thr Asn Tyr Arg Gin 
180 185 190 



His Leu Asp Tyr Arg Tyr Ser Gin Tyr Lys Lys Leu Arg Glu Ala lie 
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195 200 205 

Asp Lys Tyr Glu Gly Gly Leu Glu Ala Phe Ser Arg Gly Tyr Glu Lys 
210 215 220 

Met Gly Phe Thr Arg Ser Ala Thr Gly lie Thr Tyr Arg Glu Trp Ala 
225 230 235 240 

Leu Gly Ala Gin Ser Ala Ala Leu lie Gly Asp Phe Asn Asn Trp Asp 

245 250 255 



Ala Asn Ala Asp lie Met Thr Arg Asn Glu Phe Gly Val Trp Glu lie 
, 260 265 270 

Phe Leu Pro Asn Asn Val Asp Gly Ser Pro Ala lie Pro His Gly Ser 
275 280 285 

Arg Val Lys lie Arg Met Asp Thr Pro Ser Gly Val Lys Asp Ser lie 
290 295 300 

Pro Ala Trp lie Asn Tyr Ser Leu Gin Leu Pro Asp Glu lie Pro Tyr 
305 310 315 320 

Asn Gly lie His Tyr Asp Pro Pro Glu Glu Glu Arg Tyr lie Phe Gin 

325 330 335 

His Pro Arg Pro Lys Lys Pro Lys Ser Leu Arg lie Tyr Glu Ser His 
340 345 350 

lie Gly Met Ser Ser Pro Glu Pro Lys lie Asn Ser Tyr Val Asn Phe 
355 360 365 

Arg Asp Glu Val Leu Pro Arg lie Lys Lys Leu Gly Tyr Asn Ala Leu 
370 375 380 

Gin lie Met Ala' lie Gin Glu His Ser Tyr Tyr Ala Ser Phe Gly Tyr 
385 390 395 400 



His Val Thr Asn Phe Phe Ala Pro Ser Ser Arg Phe Gly Thr Pro Asp 
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405 410 415 

Asp Leu Lys Ser Leu lie Asp Lys Ala His Glu Leu Gly lie Val Val 
420 425 430 

Leu Met Asp lie Val His Ser His Ala Ser Asn Asn Thr Leu Asp Gly 
435 440 445 

Leu Asn Met Phe Asp Cys Thr Asp Ser Cys Tyr Phe His Ser Gly Ala 
450 455 460 

Arg Gly Tyr His Trp Met Trp Asp Ser Arg Leu Phe Asn Tyr Gly Asn 
465 470 475 480 

Trp Glu Val Leu Arg Tyr Leu Leu Ser Asn Ala Arg Trp Trp Leu Asp 

485 490 495 

Ala Phe Lys Phe Asp Gly Phe Arg Phe Asp Gly Val Thr Ser Met Met 
500 505 510 

Tyr lie His His Gly Leu Ser Val Gly Phe Thr Gly Asn Tyr Glu Glu 
515 520 525 

Tyr Phe Gly Leu Ala Thr Asp Val Asp Ala Val Val Tyr Leu Met Leu 
530 535 540 

Val Asn Asp Leu lie His Gly Leu Phe Pro Asp Ala lie Thr lie Gly 
545 550 555 560 

Glu Asp Val Ser Gly Met Pro Thr Phe Cys lie Pro Val Gin Glu Gly 

565 570 575 

Gly Val Gly Phe Asp Tyr Arg Leu His Met Ala lie Ala Asp Lys Arg 
580 585 590 

lie Glu Leu Leii Lys Lys Arg Asp Glu Asp Trp Arg Val Gly Asp lie 
595 600 605 



Val His Thr Leu Thr Asn Arg Arg Trp Ser Glu Lys Cys Val Ser Tyr 
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610 615 620 



Ala Glu Ser His Asp Gin Ala Leu Val Gly Asp Lys Thr lie Ala Phe 
625 630 635 640 



Trp Leu Met Asp Lys Asp Met Tyr Asp Phe Met Ala Leu Asp Arg Pro 

645 650 655 



Ser Thr Ser Leu lie Asp Arg Gly lie Ala Leu His Lys Met lie Arg 
660 665 670 



Leu Val Thr Met Gly Leu Gly Gly Glu Gly Tyr Leu Asn Phe Met Gly 
675 680 685 



Asn Glu Phe Gly His Pro Glu Trp lie Asp Phe Pro Arg Ala Glu Gin 
690 695 700 



His Leu Ser Asp Gly Ser Val lie Pro Gly Asn Gin Phe Arg Tyr Asp 
705 710 715 720 



Lys Cys Arg Arg Arg Phe Asp Leu .Gly Asp Ala Glu Tyr Leu Arg Tyr 

725 730 735 



Arg Gly Leu Gin Glu Phe Asp Arg Pro Met Gin Tyr Leu Glu Asp Lys 
740 745 750 



Tyr Glu Phe Met Thr Ser Glu His Gin Phe lie Ser Arg Lys Asp Glu 
755 760 765 

Gly Asp Arg Met lie Val Phe Glu Lys Gly Asn Leu Val Phe Val Phe 
770 775 780 



Asn Phe His Trp Thr Lys Ser Tyr Ser Asp Tyr Arg lie Ala Cys Leu 
785 790 795 800 

Lys Pro Gly Lys Tyr Pro Val Ala Leu Asp Ser Asp Asp Pro Leu Phe 

805 810 815 



Gly Gly Phe Gly Arg lie Asp His Asn Ala Glu Tyr Phe Thr Phe Glu 
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Gly Trp Tyr Asp Asp Arg Pro Arg Ser lie Met Val Tyr Ala Pro Cys 
835 840 845 



Lys Thr Ala Val Val Tyr Ala Leu Val Asp Lys Glu Glu Glu Glu Glu 
850 855 860 

Glu Glu Glu Glu Glu Glu Val Ala Ala Val Glu Glu Val Val Val Glu 
865 870 875 880 



Glu Glu 

<210> 8 

<211> 1255 

<212> DNA 

<213> Solanum tuberosum 



<400> 8 

attttgtatt cccgttcaag atgggggtgt tggctttgac tatcggctgc atatggcaat 
60 

tgctgataaa tggattgagt tgctcaagaa acgggatgag gattggagag tgggtgatat 
120 

tgttcataca ctgacaaata gaagatggtc ggaaaagtgt gtttcatacg ctgaaagtca 
180 

tgatcaagct ctagtcggtg ataaaactat agcattctgg ctgatggaca aggatatgta 
240 

tgattttatg gctttggata gaccgtcaac atcattaata gatcgtggga tagcattgca 
300 

caagatgatt aggcttgtaa ctatgggatt aggaggagaa gggtacctaa atttcatggg 

360 

aaatgaattc ggccaccctg agtggattga tttccctagg gctgaacaac acctctctga 
420 

tggctcagta attcccggaa accaattcag ttatgataaa tgcagacgga gatttgacct 
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gggagatgca gaatatttaa gataccgtgg 
540 

tcttgaagat aaatatgagt ttatgacttc 
600 

aggagatagg atgattgtat ttgaaaaagg 
660 

gacaaaaagc tattcagact atcgcatagg 
720 

cttggactca gatgatccac tttttggtgg 
780 

tttcaccttt gaaggatggt atgatgatcg 
840 

tagaacagca gtggtctatg cactagtaga 
900 

agtagaagaa gtagtagtag aagaagaatg 
960 

aacgctacat agagcttctt gacgtatctg 
1020 

atgtgacaaa aggtttgcaa ttctttccac 
1080 

gaagtgctga acaaacatat gtaaaatcga 
1140 

cagcaggttt tgcttagtga gttctgtaaa 
1200 

gaaatcaatt atgtgagacc taaaatacaa 
1255 



PCT/EP2003/014840 

gttgcaagaa tttgaccggg ctatgcagta 
agaacaccag ttcatatcac gaaaggatga 
aaacctagtt tttgtcttta attttcactg 
ctgcctgaag cctggaaaat acaaggttgc 
cttcgggaga attgatcata atgccgaatg 
tcctcgttca attatggtgt atgcacctag 
caaagaagaa gaagaagaag aagtagcagt 
aacgaacttg tgatcgcgtt gaaagatttg 
gcaatattgc atcagtcttg gcggaatttc 
tattagtagt gcaacgatat acgcagagat 
tgaatttatg tcgaatgctg ggacgggctt 
ttgtcatctc tttatatgta cagccaacta 
taaccataaa atggaaatag tgctg 
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